Supplementary Methods: MudPIT mass spectrometry and data analysis
In order to analyze the purified protein complexes, TCA-precipitation, LysC/Trypsin digestion, and multidimensional protein identification technology (MudPIT) analyses were performed as previously described [1, 2] . RAW files were converted to the ms2 format using RAWDistiller v. 1.0, an in-house developed software. The ms2 files were subjected to database searching using SEQUEST (version 27 (rev.9) [3] . Tandem mass spectra of proteins purified from S. cerevisiae were compared to 11677 amino acid sequences consisting of 5880 nonredundant S. cerevisiae protein sequences obtained from the National Center for Biotechnology (2009-10-27 release) . Data sets obtained from H. sapiens were searched against 29375 amino acid sequences (2010-11-22 release) . The databases also included 172 common contaminant proteins including human keratins, IgGs, and proteolytic enzymes. Randomized versions of each non-redundant protein entry were included in the databases to estimate the false discovery rates (FDR) [4] . All SEQUEST searches were performed with a static modification of +57 Daltons added to cysteine residues to account for carboxamidomethylation, and dynamic searches of +16 Daltons for oxidized methionine. Spectra/peptide matches were filtered using DTASelect/CONTRAST [5] . In this dataset, spectrum/peptide matches only passed filtering if they were at least 7 amino acids in length and fully tryptic. The DeltCn was required to be at least 0.08, with minimum XCorr value of 1.8 for singly-, 2.0 for doubly-, and 3.0 for triply-charged spectra, and a maximum Sp rank of 10.
Proteins that were subsets of others were removed using the parsimony option in DTASelect [5] on the proteins detected after merging all runs. Proteins that were identified by the same set of peptides (including at least one peptide unique to such protein group to distinguish between isoforms) were grouped together, and one accession number was arbitrarily considered as representative of each protein group.
Quantitation was performed using label-free spectral counting. The number of spectra identified for each protein was used for calculating the distributed normalized spectral abundance factors (dNSAF) [6] and nonspecific proteins removed as previously described [4] . NSAF v7 (an inhouse developed software) was used to create the final report on all non-redundant proteins Table S1 . List of proteins detected in the human wild-type using baits from: human INO80, human SRCAP, and human TIP60 before contaminant extraction, after contaminant extraction, and list of a subset proteins detected in the human wild-type using baits from human Ino80, human SRCAP, and human TIP60. Table S2 . List of proteins detected in the yeast wild-type using baits from: yeast Ino80, yeast
NuA4, and yeast Swr1, before contaminant extraction, after contaminant extraction, and a list of a subset proteins detected in the yeast wild-type using baits from yeast Ino80, yeast NuA4, and yeast Swr1. Figure S1 . Sardiu et al. 
